wo 2005/032583 PCT/IB2004/003373 
SEQUENCE LISTING 

SEQID 1 -NadAfrom strain 2996, witli C-ternunus deletion 

MKHFPSKVLTTAILATFCSGALMTNDDDVKKAATVAIAMYNNGQEINGFKAGETIYDIDEDGTITKKDATM 

DVEADDFKGLGLKKWTNLTKTVNENKQNVDAKVKAAESEIEKLTTKLADTDAALADTDAALDATTNALNKLGE 

NITTFAEETKTNIVKIDEKLEAVADTVDKHAEAFNDIADSLDETNTKADEAVKTANEAKQTAEETKQNVDAKVK 

AAETAAGKAEAAAGTANTAADKAEAVAAKVTDIKADIATNKDNIAKKANSADVYTREESDSKFVRIDGLNATTE 

KLDTRLASAEKSIADHDTRLNGLDKTVSDLRKETRQGLAEQAALSGLFQPYNVG 

SEQ ID 2- NadAfrom strain 2996, with C-terminus deletion and leader peptide processed 

ATNDDDVKKAATVAIAAAYNNGQEINGFPCAGETIYDIDEDGTITKKDATAADVEADDFKGLGLKKVVTNLTKTV 
NENKQNVDAKVKAAESEIEKLTTKLADTDAALADTDAALDATTNALNKLGENITTFAEETKTNIVKIDEKLEAV 
ADTVDKHAEAFNDIADSLDETNTKADEAVKTANEAKQTAEETKQNVDAKVKAAETAAGKAEAAAGTANTAADKA 
EAVAAKVTDIKADIATNKDNIAKKANSADVYTREESDSKFVRIDGLNATTEKLDTRLASAEKSIADHDTRLNGL 
DKTVSDLRKETRQGLAEQAALSGLFQPYNVG 

SEQ ID 3-AG741from MC58 strain 

VAADIGAGLADALTAPLDHKDKGLQSLTLDQSVRKNEIOiKLAAQGAEKTYGNGDSLNTGKLKNDKVSRFDFIRQ 

lEVDGQLITLESGEFQVYKQSHSALTAFQTEQIQDSEHSGKMVAKRQFRIGDIAGEHTSFDKLPEGGRATYRGT 

AFGSDDAGGKLTYTIDFAAKQGNGKIEHLKSPELNVDLAAADIKPDGKRHAVISGSVLYNQAEKGSYSLGIFGG 
KAQEVAGSAEVKTVNGIRHIGLAAKQ 

SEQ ID 4- 936 front MC58 strain with leader peptide processed 

VSAVIGSAAVGAKSAVDRRTTGAQTDDNVMALRIETTARSYLRQNNQTKGYTPQISWGYNRHLLLLGQVATEG 

EKQFVGQIARSEQAAEGVYNYITVASLPRTAGDIAGDTWNTSiCVRATLLGISPATQARVKIVTYGNVTYVMGIL 

TPEEQAQITQKVSTTVGVQKVITLYQNYVQR 

SEQ IDS- 953 from MC58 strain with leader peptide processed 

ATYKVDEYHANARFAIDHFNTSTNVGGFYGLTGSVEFDQAKRDGKIDITIPIANLQSGSQHFTDHLKSADIFDA 

AQYPDIRFVSTKFNFNGKKLVSVDGNLTMHGKTAPVKLKAEKFNCYQSPMEKTEVCGGDFSTTIDRTKWGMDYL 
VNVGMTKSVRIDIQIEAAKQ 

SEQ ID 6 -AG287from MCS8 strain 

SPDVKSADTLSKPAAPWSEKETEAKEDAPQAGSQGQGAPSAQGSQDMAAVSEENTGNGGAVTADNPKNEDEVA 

QNDMPQNAAGTDSSTPNHTPDPNMLAGNMENQATDAGESSQPANQPDMANAADGMQGDDPSAGGQNAGNTAAQG 

ANQAGNNQAAGSSDPIPASNPAPANGGSNFGRVDLANGVLIDGPSQNITLTHCKGDSCSGNNFLDEEVQLKSEF 

EKLSDADKISNYKKDGKNDKFVGLVADSVQMKGINQYIIFYKPKPTSFARFRRSARSRRSLPAEMPLIPVNQAD 

TLIVDGEAVSLTGHSGNIFAPEGNYRYLTYGAEKLPGGSYALRVQGEPAKGEMLAGAAVYNGEVLHFHTENGRP 

YPTRGRFAAKVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGSGDVSGKFYGPAGEEVAGKYSY 
RPTDAEKGGFGVFAGKKEQD 

SEQ ID 7- 287-953 hybrid 

MASPDVKSADTLSKPAAPWSEKETEAKEDAPQAGSQGQGAPSAQGGQDMAAVSEENTGNGGAAATDKPKNEDE 
GAQNDMPQNAADTDSLTPNHTPASNMPAGNMENQAPDAGESEQPANQPDMANTADGMQGDDPSAGGENAGNTAA 
QGTNQAENNQTAGSQNPASSTNPSATNSGGDFGRTNVGNSWIDGPSQNITLTHCKGDSCSGNNFLDEEVQLKS 
EFEKLSDADKISNYKKDGKNDGKNDKFVGLVADSVQMKGINQYIIFYKPKPTSFARFRRSARSRRSLPAEMPLI 
PVNQADTLIVDGEAVSLTGHSGNIFAPEGNYRYLTYGAEKLPGGSYALRVQGEPSKGEMLAGTAVYNGEVLHFH 
TENGRPSPSRGRFAAKVDFGSKSVDGIIDSGDGLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGKFYGPAGEEV 
AGKYSYRPTDAEKGGFGVFAGKKEQDGSGGGGATYKVDEYHANARFAIDHFNTSTNVGGFYGLTGSVEFDQAKR 
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DGKIDITIPVANLQSGSQHFTDHLKSADIFDAAQYPDIRFVSTKFNFNGKKLVSVDGNLTMHGKTAPVKLKAEK 
FNCYQSPMAKTEVCGGDFSTTIDRTKWGVDYLVNVOITKSVRIDIQIEAAKQ* 

SEQ IDS- 936-741 hybrid 

MVSAVIGSMVGAKSAVDRRTTGAQTDDNVMALRIETTARSYLRQNNQTKGYTPQISWGYNEIHLLLLGQVATE 
5 GEKQFVGQIARSEQAAEGVYN YITVASL PRTAGDIAGDTWNTSKVRATLLG I S PATQARVKI VT YGNVT YVMGI 
LTPEEQAQITQKVSTTVGVQKVITLYQNYVQRGSGGGGVAADIGAGLADALTAPLDHKDKGLQSLTLDQSVRKN 
EKLKLAAQGAEKTYGNGDSLNTGKLKNDKVSRFDFIRQIEVDGQLITLESGEFQVYKQSHSALTAFQTEQIQDS 
EHSGKMVAKRQFRIGDIAGEHTSFDKLPEGGRATYRGTAFGSDDAGGKLTYTIDFAAKQGNGKIEHLKSPELNV 
DIAAADIKPDGKRMVISGSVLYNQAEKGSYSLGIFGGJOIQEVAGSAEVKTVNGIRHIGLAAKQ* 
10 SEQ ID 9 -linker 

GSGGGG 

SEQ ID 10- 741 sequence 

CSSGGGGVAADIGAGLADALTAPLDHKDKGLQSLTLDQSVRECNEKLKLAAQGAEKTYGNGDSLNTGKLKNDBCVS 
RFDFIRQIEVDGQLITLESGEFQVYKQSHSALTAFQTEQIQDSEHSGKMVAKRQFRIGDIAGEHTSFDKLPEGG 
15 RATYRGTAFGSDDAGGKLTYTIDFAAKQGNGKIEHLKSPELNVDLAAADIKPDGKRHAVISGSVLYNQAEKGSY 
SLGI FGGKAQEVAGSAEVKTVNGIRHIGLAAKQ 

SEQ ID 11 - 741 sequence 

CSSGGGGVAADIGAGLADALTAPLDHKDKSLQSLTLDQSVRKNEKLKLAAQGAEKTYGNGDSLNTGKLKNDKVS 
RFDFIRQIEVDGQLITLESGEFQIYKQDHSAWALQIEKINNPDKIDSLINQRSFLVSGLGGEHTAFNQLPDGK 
m AEYHGKAFSSDDAGGKLTYTIDFAAKQGHGKIEHLKTPEQNVELAAAELKADEKSHAVILGDTRYGSEEKGTYH 
LALFGDRAQEIAGSATVKIGEKVHEIGIAGKQ 

SEQ ID 12 - 741 sequence 

CSSGGGGSGGGGVAADIGTGLADALTAPLDHKDKGLKSLTLEDSIPQNGTLTLSAQGAEKTFKAGDKDNSLNTG 
, KLKNDKISRFDFVQKIEVDGQTITLASGEFQIYKQNHSAWALQIEKINNPDKTDSLINQRSFLVSGLGGEHTA 
i5 FNQLPGGKAEYHGKAFSSDDPNGRLHYSIDFTKKQGYGRIEHLKTLEQNVELAAAELKADEKSHAVILGDTRYG 

SEEKGTYHLALFGDRAQEIAGSATVKIGEKVHEIGIAGKQ 
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